M 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 WT B
GmLHY2b: A G A G A A C G A T G G A C A G A G G A G G A A C A T A A C A G A T T T C
A G A G A A C G A T G G A C A G --G A G G A A C A T A A C A G A T T T C -2bp T 0-7 :
GmLHY1b: A G G G A A C G A T G G A C A G A G G A G G A G C A T A A T A G G T T T C A G G G A A C G A T G G A C A G --G A G G A G C A T A A T A G G T T T C
T 0-7 : -2bp C D E
A G A G A A C G A T G G A C A G A G G A G G A A C A T A A C A G A T T T C

GmLHY2a:
A
G A G A A C G A T G G A C A G --G A G G A A C A T A A C A G A T T T C
-2bp T 0-7 : The fragments containing the edited sites were amplified by PCR and directly sequenced.
-1bp
A G G G A A C G A T G G A C A G A G G A G G A G C A T A A T A G G T T T C A G G G A A C G A T G G A C A -A G G A G G A G C A T A A T A G G T T T C
The sequencing chromatograms with superimposed peaks derived from biallelic mutations of the targeted sites were decoded by the DSD ecode program [51] . The red frames indicate the location of the targets.
